Burkholderia pseudomallei is the etiological agent of the potentially fatal disease melioidosis. Here, we report the draft genome sequence of a virulent water isolate obtained from the Hainan Province of China in 1976, B. pseudomallei strain 350105.
B
urkholderia pseudomallei is a Gram-negative bacterium and the causative agent of melioidosis, a severe zoonosis that is mainly endemic in areas of Southeast Asia and northern Australia (1) . Since its initial report in Hurma (Myanmar) in 1912 (2) , it also been reported in Central America, the Caribbean, Africa, the Middle East, and China (3, 4) . In China, melioidosis is primarily reported in the southeast coastal regions: Hainan, Guangxi, Guangdong, Fujian, Hong Kong, and Taiwan (5, 6). Many B. pseudomallei strains have been isolated from China and can be grouped into various biotypes and genotypes.
Here, we report the draft genome sequence of B. pseudomallei strain 350105, isolated from water in 1976 in Haikou city, Hainan Province, China. This strain can hydrolyze esculin and D-mannose but not L-arabinose, and it has a 50% lethal dose of Ͻ10 CFU by intraperitoneal infection of mice. Antimicrobial susceptibility tests revealed that it is resistant to multiple drugs, including cefepime, but it is susceptible to imipenem.
Strain 350105 was grown on Trypticase soy agar at 37°C for 24 h. Harvested bacteria were treated with protease K, allowing for DNA extraction using phenol-chloroform-isoamyl alcohol, followed by isopropanol precipitation, as previously described (7). The DNA was then used for full-length genome sequencing using a combination of sequencing platforms, specifically GS FLX 454 (Roche, Life Sciences) and Illumina GA (Life Technologies). GS FLX 454 sequencing results produced 677,973 reads, which were assembled with Newbler 2.3 to generate 758 contigs, with an average length of 9,263 bp (N 50 , 18,518 bp; total size, 7,021,855 bp). Two different DNA libraries (300-bp paired-end and 3,000-bp mate-pair) were sequenced using Illumina GA, yielding 34,300,804 and 23,487,886 reads, respectively. The mate-pair reads were scaffolded using SSPACE (8) , producing 101 scaffolds with an average length of 73,956 bp and an N 50 size of 432,106 bp. The assemblies and paired-end reads were postprocessed using GapCloser (9) . The remaining gaps within the scaffolds were resolved using PCR and Sanger sequencing.
The draft genome of strain 350105 consists of two chromosomes totaling 7,127,033 bp in size. The GϩC content is 64.4%. The open reading frames (ORFs) were analyzed with Glimmer 3.0 (10, 11), using a Burkholderia training set, predicting a total of 4,361 ORFs (Ͼ90 amino acids). The putative functions of these ORFs were annotated using BLASTp and the KEGG, COG, and GO protein databases (12, 13) . Of the assembled sequence, 4.07% was identified as simple repeats using the RepBase17.07 database by RepeatMasker.
The genome sequence of strain 350105 will serve as a reference for additional assemblies of B. pseudomallei isolates from China. Moreover, future comparative genomic studies of isolates from both China and other areas will likely provide new insights into the molecular epidemiology of melioidosis.
Nucleotide sequence accession numbers. The draft genome sequences have been deposited in GenBank under the accession numbers CP012093 and CP012094.
